Annex 1: Alignment SEQ ID:29 vs Cao SEQ ID:6 

CLUSTAL 2.0.10 multiple sequence alignment 

SEQID29 MEDLDQSPLVSSSDSPPRPQPAFKYQFVREPEDEEEEEEEEEEDEDEDLEELEVLERKPA 60 

CAOSEQID6 MEDLDQSPLVSSSDSPPRPQPAFKYQFVREPEDEEEEEEEEEEDEDEDLEELEVLERKPA 60 

************************************************************ 

SEQID2 9 AGLSAAPVPTAPAAGAPLMDFGNDFVPPAPRGPLPAAPPVAPERQPSWDPSPVSSTVPAP 12 0 

CAOSEQID6 AGLSAAPVPTAPAAGAPLMDFGNDFVPPAPRGPLPAAPPVAPERQPSWDPSPVSSTVPAP 12 0 
************************************************************ 

SEQID2 9 SPLSAAAVSPSKLPEDDEPPARPPPPPPASVSPQAEPVWTPPAPAPAAPPSTPAAPKRRG 180 

CAOSEQID6 SPLSAAAVSPSKLPEDDEPPARPPPPPPASVSPQAEPVWTPPAPAPAAPPSTPAAPKRRG 180 

************************************************************ 

SEQID29 SSGAWXXXXKIMDLKEQPGNTISAGQEDFPSVLLETAASXPSLSPLSAASFKEHEYLGN 24 0 

CAOSEQID6 SSGSW - - -- 18 6 

++*.** 

SEQID29 LSTVLPTEGTLQENVSEASKEVSEKAXTLLIDRDLTEFSELEYSEMGSSFSVSPKAESAV 3 00 
CAOSEQID6 - - 

SEQID2 9 IVANPREEIIVKNKDEEEKLVSNNILHXQQELPTALTKLVKEDEWSSEKAKDSFNEKRV 3 60 
CAOSEQID6 - 

SEQID2 9 AVEAPMREEYADFKPFERVWEVKDSKEDSDMLAAGGKIESNLESKVDKKCFADSLEQTNH 4 20 

CAOSEQID6 

SEQID2 9 EKDSESSNDDTSFPSTPEGIKDRSGAYITCAPFNPAATESIATNIFPLLEDPTSENXTDE 4 80 

CA0SEQID6 

SEQID2 9 KKIEEKKAQIVTEKlTrSTKTSNPFFVAAQDSETDYVTTDNLTKVTEEVVANMPEGLTPDL 540 

CAOSEQID6 -- 

SEQID2 9 VQEACESELNEVTGTKI AYETKMDLVQTSEVMQESLYPAAQLCPSFEESEATPSPVLPDI 600 

CAOSEQID6 

SEQID2 9 VMEAPLNSAVPSAGASVIQPSSS PLEAS SVNYESIKHEPENPPPYEEAMSVSLKVSGIKE 660 

CAOSEQID6 ' 

SEQID2 9 EIKEPENINAALQETEAPYISIACDLIKETKLSAEPAPDFSDYSEMAKVEQPVPDHSELV 72 0 

CAOSEQID6 r " 

SEQID2 9 EDSSPDSEPVDLFSDDSIPDVPQKQDETVMLVKESLTETSFESMIEYENKEKLSALPPEG 780 

CAOSEQID6 - 

SEQID2 9 GKPYLESFKLSLDNTKDTLLPDEVSTLSKKEKIPLQMEELSTAVYSNDDLFISKEAQIRE 840 

CAOSEQID6 - 

SEQID2 9 TETFSDSSPIEIIDEFPTLISSKTDSFSKLAREYTDLEVSHKSEIANAPDGAGSLPCTEL 900 

CAOSEQID6 - 

SEQID2 9 PHDLSLKNIQPKVEEKISFSDDFSKNGSATSKVLLLPPDVSALGHTQAEIESIVKPKVLE 960 

CAOSEQID6 

SEQID2 9 KEAEKKLPSDTEKEDRSPSAIFSADLGKTSWDLLYWRDIKKTGWFGASLFLLLSLTVF 1020 

CAOSEQID6 - VDLLYWRDIKKTGWFGASLFLLLSLTVF 215 

***** + * + ***************■* + ■**** 



SEQID2 9 
CAOSEQID6 



SIVSVTAYIALALLSVTISFRIYKGVIQAIOKSDEGHPFRAYLESEVAISEELVQKYSNS 
SIVSVTAYIALALLSVTISFRIYKGVIQAIQKSDEGHPFRAYLESEVAISEELVQKYSNS 



1080 
275 



SEQID2 9 ALGHVNCTIKELRRLFLVDDLVDSLKFAVLMWVFTYVGALFNGLTLLILiALISLFSVPVI 114 0 

CAO ALG HVN CT I KE LRR L F L VDDL VDS L KF AV LM WVFTYVG AL FNGLTLL I LAL I S L F S V PV I 33 5 

SEQID2 9 YERHQAQIDHYLGLANKNVKDAMAXIQAKIPGLKRKAE 117 8 

CAO YERHQAQIDHYLGLANKNVKDAMAKIQAXIPGLKRKAE 3 73 

******•*********##*** + *********** + *#*** 



